ABSTRACT Here, we present the draft genome sequences of 10 Clavibacter sp. strains, including the type strains of different subspecies of Clavibacter michiganensis and a potentially novel species within the genus. Genome lengths of the strains varied between 2,982,864 and 3,288,331 bp, with GϩC contents of 72.23 to 73.50%.
platforms. In brief, different values of kmers were tested to obtain a preassembly with SOAPdenovo. Then, the resulting preassemblies were treated as long reads and introduced in Velvet to obtain final assemblies. Libraries were prepared using 170 to 800 bp. For each strain, genome length (bp) and GϩC content (%) are summarized in Table 1 . Additionally, genome annotation was performed using the GeneMarkSϩ (v 4.6) suite implemented in the NCBI Prokaryotic Genome Annotation Pipeline with default settings (12) . Total numbers of protein-coding genes, RNA genes, and pseudogenes were determined for all the genomes, as shown in Table 1 . Average nucleotide identity (ANI) analysis using the JSpeciesWS Web server (13) showed that the atypical peach-colored strains CFBP 8615 and CFBP 8616 have only 89.00 to 93.00% sequence identity with the type strains of previously identified and/or newly introduced Clavibacter species/subspecies. These ANI values are far below the accepted threshold (95 to 96%) for the definition of prokaryotic species (14) , suggesting that the strains CFBP 8615 and CFBP 8616 could be defined as a new species. A comprehensive multiphasic taxonomic study using the genome sequences provided in this study to reevaluate the taxonomy of Clavibacter spp. and clarify the position of the strains CFBP 8615 and CFBP 8616 within the genus is ongoing.
Data availability. These whole-genome shotgun projects have been deposited at DDBJ/EMBL/GenBank under the accession numbers shown in Table 1 . For all sequences, the first versions of the accession numbers are described in this paper. The raw reads of the sequences of all strains were submitted to the Sequence Read Archive (SRA) database (15) , and the corresponding accession numbers are shown in Table 1 . All of the strains listed in Table 1 are available at CIRM-CFBP, the French Collection of Plant-Associated Bacteria (http://www6.inra.fr/cirm_eng/CFBP-Plant-Associated-Bacteria).
